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Dear Editor-in-Chief 
 
With up to 240 million people chronically infect-
ed with hepatitis B worldwide (1), Hepatitis B is 
considered to be one of the most serious infec-
tious diseases. “China was a high endemic area of 
hepatitis B virus infection, around 100 million 
people (about 10% of the Chinese population) 
are chronically infected” (2). In the study of in-
fectious diseases, using time series to construct 
related prediction model has been very common 
and valuable (3, 4). 
In this study, time series analysis was carried out 
to explore the epidemic trend and improve the 
prediction accuracy of hepatitis B in Jiangsu 
Province. Incidence data from 1990 to 2013 
came from the Infectious Diseases Information 
System, SPSS 19.0 (Chicago, IL, USA) was used 

for statistical analysis. The study will provide 
basis for policy making of hepatitis B control. 
From the following figure and run test, we can 
see that the sequence was non-stationary. 
Through the logarithmic conversion and second-
order non-seasonal differences, it was made 
smooth. The white noise test was done by refer-
ring to the residual value of the fitting data, and 
the accuracy of the model was investigated. 
The incidence of hepatitis B in Jiangsu Province 
from 1990 to 2013 had a trend of change. The 
ARIMA [0, 2, 1] model was constructed and fit well. 
The correlation function was in 95% confidence in-
terval. The dynamic trend trajectories of fitting val-
ues of ARIMA [0, 2, 1] model are basically consistent 
with the trajectories of the actual values (Figs. 1,2).  

 

 
 

Fig. 1: 1990-2013 incidence of hepatitis B in Jiangsu Province 
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Fig. 2: Model fitting trajectories 
 

Incidence of hepatitis B in Jiangsu has declined in 
recent years, and prevention measure had 
positive effect. ARIMA model is applicable in the 
prediction of hepatitis B and can provide a basis 
for short-term forecasting. Control strategy 
should continue to be consolidated in the future. 
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